ABSTRACT Thiobacimonas sp. strain D13, newly isolated from the sediments of the southeastern Pacific, can effectively degrade phthalate ester. Here, we report the 5.22-Mbp draft genome sequence of this strain, which will provide insights into the molecular mechanisms underlying its degradation ability.
ters, resulting in 109 contigs (N 50 , 156,822 bp) and rearranged into 69 scaffolds with a total size of 5,217,351 bp. The GϩC content of strain D13 was 66.7%.
Protein-coding sequences were predicted by GLIMMER software version 3.02 (http:// ccb.jhu.edu/software/glimmer/index.shtml) using default parameters and annotated using BLAST searches of nonredundant protein sequences from the NCBI, Swiss-Prot and TrEMBL (https://www.ebi.ac.uk/uniprot), COG (11) , and KEGG (latest version) databases. rRNA genes were detected using Barrnap software version 0.8 (12) , and tRNA genes were detected using tRNAscan-SE (13) . The draft genome is composed of 5,055 putative protein-coding genes and contains 3 rRNA genes and a total of 46 tRNA genes for all 20 amino acids.
According to the annotation results, a number of genes involved in the degradation of PAEs were identified in the genome of Thiobacimonas sp. strain D13, including genes encoding esterase, protocatechuate 3,4-dioxygenase, 4,5-dihydroxyphthalate dehydrogenase, 4,5-dihydroxyphthalate decarboxylase, and others. In addition, one betainealdehyde dehydrogenase gene and one L-ectoine synthase gene, which are important for survival in a saline estuary, were identified. The genome sequence of strain D13 will contribute toward a greater understanding of the molecular mechanisms underlying PAE degradation and provide new perspectives on the ecological functions of Thiobacimonas spp.
Data availability. The GenBank/EMBL/DDBJ accession number for the 16S rRNA gene sequence of strain D13 is MH997816. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number RAPJ00000000. The version described in this paper is version RAPJ01000000. Raw sequencing reads are available in NCBI under BioProject accession number PRJNA493210.
